PhredEM [--sfile] 
Specify the type of genotype calling results to be outputted in the output file. The two possible values are genotype (the most likely genotype) and dosage (the expected dose of the alternative allele).
Input File
The input file is a space-or tab-delimited file. The header row should start with '#'. Each row contains sequencing data at one locus. The first column contains the base pair position, and the second and third columns contain the reference and alternative alleles. Following that, every two consecutive columns contain the phred scores of the reference and alternative alleles that are mapped to the locus of an individual. 
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